Figure legends
. Taxon sampling used in the eukaryotic+prokaryotic phylogenies. It includes the taxonomic classification, the acronym used in the present study (in brackets) and the source of the proteome data. Table S2 . Extended sampling of animal genomes, used in the holozoan phylogenies. It includes the taxonomic classification, the acronym used in the present study (in brackets) and the source of the proteome data.
File S1. Maximum likelihood (ML) phylogenetic tree of 154 eukaryotic and prokaryotic LOX, using dataset from supplementary Table S1 and prokaryote genomes (see Materials and Methods) . Trees rooted using the midpoint-rooted tree option. Bootstrap supports are indicated at each node. Sequences are color-coded according to taxonomic assignment (see legend).
File S2. Bayesian inference (BI) phylogenetic tree of 154 eukaryotic and prokaryotic LOX, using dataset from supplementary Table S1 and prokaryote genomes (see Materials and Methods) . Trees rooted using the midpoint-rooted tree option. Bayesian Posterior Probabilities are indicated at each node. Sequences are color-coded according to taxonomic assignment (see legend).
File S3. Maximum likelihood (ML) phylogenetic tree of 129 metazoan and ichthyosporean LOX, using dataset from supplementary Table S2 and ichthyosporean genomes (see Materials and Methods) . Trees rooted using the midpoint-rooted tree option. Bootstrap supports are indicated at each node. Sequences are color-coded according to taxonomic assignment (see legend). 3 File S4. Bayesian inference (ML) phylogenetic tree of 129 metazoan and ichthyosporean LOX, using dataset from supplementary Table S2 and ichthyosporean genomes (see Materials and Methods) . Trees rooted using the midpoint-rooted tree option. Bayesian Posterior Probabilities are indicated at each node. Sequences are color-coded according to taxonomic assignment (see legend).
File S5. Fasta file with 154 eukaryotic and prokaryotic LOX sequences (complete proteins), extracted from dataset from supplementary Table S1 and prokaryote genomes (see Materials and Methods).
File S6. Fasta file with 129 metazoan and ichthyosporean LOX sequences (complete proteins), extracted from dataset from supplementary Table S2 and ichthyosporean genomes (see Materials and Methods). Figure S1 
